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Figure $1. Genotyping of g377::mcherry. (A) Agarose gels of PCRs using
wildtype and mutant parasite DNA. (B) Reactions as indicated on the top
right. Primer/Primer = Size in base pairs. (C) Genomic loci and position of
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Figure S2. Multiple sequence alignnent of G377 from P. falci parum 3D7, P.
know esi, P vivax, P. chabaudi, P. berghei ANKA and P. yoelii. ldentical and
conserved am no acid positions are indicated by black and grey shadi ng.
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Figure S3. Multiple sequence alignnent of MDV1l/ PEG fromP. fal ci parum3D7, P.
know esi, P vivax, P. chabaudi, P. berghei ANKA and P. yoelii. Ildentical and
conserved am no acid postiosn are indicated by black and grey shadi ng.
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Figure $4. Genotyping of mdvi/peg3::bira*::cmyc. (A) Agarose gels of PCRs
using wildtype and mutant parasite DNA. (B) Reactions as indicated on the
top right. Primer/Primer = Size in base pairs. (C) Genomic loci and position of
primers.
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Figure $5. Genotyping of known and candidate egress vesicle components.
(A) Schematic of primer pair locations for reactions 1 and 2 in transgenic
parasites. (B) Agarose gels of PCRs using mutant parasite DNA. Reactions 1-3
amplify 5" integration, 3’ integration and a control PCR, respectively. Below
each gel picture: Primer/Primer = Size in base pairs. Size marker throughout: 1
kb ladder from New England Biolabs
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Figure Sé6. Genotyping of pbanka_144900 knockout. (A) Agarose gels of PCRs
using wildtype and mutant parasite DNA. (B) Reactions as indicated on the

top right. Primer/Primer = Size in base pairs. (C) Genomic loci and position of
primers.
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Figure $7. Genotyping of pbanka_030060 knockout. (A) Agarose gels of PCRs
using wildtype and mutant parasite DNA. (B) Reactions as indicated on the
top right. Primer/Primer = Size in base pairs. (C) Genomic loci and position of
primers.
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